Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; R factor = 0.044; wR factor = 0.127; data-to-parameter ratio = 15.4.
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Comment
Quinoline derivatives are an important class of natural and synthetic products, which possess a number of interesting biological activities, are valuable intermediates in organic synthesis, and exhibit a multitude of photo-physical properties (Prasath & Bhavana, 2012; Joshi et al., 2011) . Also, quinolinyl chalcones have gained much attention due to their bioactivity, such as anti-bacterial, anti-fungal, anti-malarial and anti-cancer activities (Prasath et al., 2013a) . It was in this connection that the title compound, (I), was investigated.
The molecular structure of (I), Fig. 1 , comprises two quinolinyl rings connected by the ends of a prop-2-en-1-one bridge. The dihedral angle between the quinolinyl rings is 63.30 (5)°. The methoxy group is coplanar with the quinolinyl ring to which it is attached, as seen in the value of the C24-O2-C16-N2 torsion angle of 3.1 (2)°. The conformation about the ethylene bond [C13═C14 = 1.335 (2) Å] is E. The central C 5 O plane comprising the O1, C8 and C12-C15 atoms, is almost planar, with an r.m.s. deviation of 0.022 Å. The N1-and N2-containing quinolinyl rings form dihedral angles of 75.86 (7) and 38.54 (7)°, respectively, with the central plane.
In the most closely related structure, (II), namely (2E)-3-(2-chloro-8-methylquinolin-3-yl)-1-(5,7-dimethylquinolin-6yl)prop-2-en-1-one (Prasath et al., 2013b) , the dihedral angle between the quinolinyl residues is 83.72 (4)°, indicating a more open configuration than that in (I). Also, when the structures are viewed normal to the ethylene bond, the pyridyl-N atoms in (I) can be described as syn, whereas they are closer to anti in (II).
In the crystal, supramolecular helical chains are formed by methyl-C-H···O(carbonyl) interactions, Table 1 . These are connected into a three-dimensional architecture by π-π interactions between the rings of centrosymmetrically related N1quinolinyl residues [3.5341 (10) Å; angle of inclination = 2.48 (9)° for symmetry operation 1 -x, 1 -y, -z] and between the rings of centrosymmetrically related N2-quinolinyl residues [3.8719 (9) Å; angle of inclination = 2.52 (8)° for
Experimental
A mixture of 2,4-dimethyl-3-acetylquinoline (200 mg, 0.001 M) and 2,6-dichloroquinoline-3-carbaldehyde (230 mg, 0.001 M) in methanol (20 ml) containing 0.2 g of potassium hydroxide was stirred at room temperature for 12 h. At the end of the period, the reaction mixture was neutralized with dilute acetic acid and the resultant solid was filtered, dried and purified by column chromatography using ethyl acetate-hexane (2:1) mixture to afford (I). Re-crystallization was by slow evaporation of an acetone solution of (I), which yielded pale-yellow blocks in 61% yield; M.pt: 423-425 K.
Refinement
Carbon-bound H atoms were placed in calculated positions [C-H = 0.95-0.98 Å, U iso (H) = 1.2-1.5U eq (C)] and were included in the refinement in the riding-model approximation. 
Computing details
Data collection: CrysAlis PRO (Agilent, 2013); cell refinement: CrysAlis PRO (Agilent, 2013); data reduction: CrysAlis PRO (Agilent, 2013); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010).
Figure 1
The molecular structure of (I), showing displacement ellipsoids at the 50% probability level.
Figure 2
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